ABSTRACT Methicillin-resistant Staphylococcus aureus colonizes humans and other animals such as swine. Livestock-associated methicillin-resistant Staphylococcus aureus (LA-MRSA) sequence type 5 (ST5) isolates are a public concern due to their pathogenicity and ability to acquire mobile genetic elements. This report presents draft genome sequences for 63 LA-MRSA ST5 isolates in the United States.
L
ivestock-associated methicillin-resistant Staphylococcus aureus (LA-MRSA) was first isolated in association with the swine industry in 2004 (1) . Healthy pigs were found to harbor LA-MRSA as a component of their normal microbiota, although there are reports of swine disease attributed to LA-MRSA (2-4). The most prevalent multilocus sequence type (ST) of LA-MRSA in swine varies based on geography, with ST398 and ST9 predominant in Europe and Asia, respectively (5, 6) . In the United States, LA-MRSA isolates are more diverse, with ST398, ST9, and ST5 being found (7) . Although ST398 and ST9 are considered to be livestock-adapted lineages, ST5 isolates comprise a widespread and highly pathogenic lineage (8) . These characteristics have been attributed to the capacity of these isolates to acquire mobile genetic elements containing antimicrobial resistance genes or virulence factors (8) . LA-MRSA ST5 isolates raise concerns due to their potential to cause disease and disseminate antimicrobial resistance elements, which can be further investigated through genome sequence analysis.
In this report, we present the draft genome sequences of 63 LA-MRSA ST5 isolates obtained during an Iowa State University study evaluating the presence and prevalence of LA-MRSA in the United States swine herd (7) . Swabs were taken from healthy pigs and the environment of eight high-density livestock operations. All isolates and related information are listed in Table 1 . Each isolate was grown in Trypticase soy broth (BD Biosciences, Sparks, MD) and total genomic DNA was extracted using the High Pure template preparation kit (Roche Applied Science, Indianapolis, IN).
Draft genome sequence data were produced using an Illumina MiSeq platform (Illumina, San Diego, CA). An indexed library was generated for each isolate using Nextera XT DNA sample preparation and index kits (Illumina). The isolates were then sequenced using a MiSeq v2 500-cycle reagent kit to generate 2 ϫ 250-bp paired-end reads (Illumina).
Assemblies were generated using MIRA v.4.0.2 (http://mira-assembler.sourceforge .net/docs/DefinitiveGuideToMIRA.html). Average coverage for each isolate is listed in Table 1 . Contigs were retained in the assembly if they were Ͼ1,500 bp in length and had a coverage of Ͼ66% of the average coverage for the genome. Repetitive elements identified by the assembly tool were required to be Ͼ2,000 bp for inclusion in the assembly. 
Accession number(s).
The draft genome sequences generated in this study were deposited into DDBJ/ENA/GenBank with the accession numbers listed in Table 1 .
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